Structural similarity search among small molecules is a standard tool used in molecular classification and in-silico drug discovery. The effectiveness of this general approach depends on how well the following problems are addressed. The notion of similarity should be chosen for providing the highest level of discrimination of compounds with respect to the bioactivity of interest. The data structure for performing search should be very efficient as the molecular databases of interest include several millions of compounds. In this paper we summarize the recent applications of knearest-neighbor search method for small molecule classification. The k-nn classification of small molecules is based on selecting the most relevant set of chemical descriptors which are then compared under standard Minkowski distance Lp. Here we describe how to computationally design the optimal weighted Minkowski distance wLp for maximizing the discrimination between active and inactive compounds wrt bioactivities of interest. k-nn classification requires fast similarity search for predicting bioactivity of a new molecule. We then focus on construction of pruning based k-nn search data structures for any wLp distance that minimizes similarity search time. The accuracy achieved by k-nn classifier is better than the alternative LDA and MLR approaches and is comparable to the ANN methods. In terms of running time, k-nn classifier is considerably faster than the ANN approach especially when large data sets are used. Furthermore, k-nn classifier is capable of quantification of the level of bioactivity rather than returning a binary decision and can bring more insight to the nature of the activity via eliminating unrelated descriptors of the compounds with respect to the activity in question.
INTRODUCTION
Small chemical molecules (with molecular weights ≤ 500) are very important to the exploration of molecular and cellular functions. They also play key roles in treating diseases: almost all medicines available today are small molecules. One of the fundamental research challenges we are facing today is the identification of small molecules that play an * Corresponding author active role in regulation of a given biological process or disease state. Recent developments in the chemistry have given researchers the ability to efficiently synthesize and screen large number of related small molecules, a capability previously available only to pharmaceutical companies. As a result of these developments, public small chemical compound databases started to emerge with exponentially increasing number of compounds. The Molecular Libraries Roadmap of NIH, PubChem, is one of the largest public databases which aims to offer access to the large number of chemical compounds and their functions. Currently PubChem contains 100,000 compounds with known bioactivities and a total of 10 million unique small chemical compounds. This initiative is expected to lead new data mining and machine learning techniques to reveal the relationship between the structural information of chemical compounds and their bioactivity. It is anticipated that these projects will also facilitate the development of new drugs by providing early stage chemical compounds to validate new drug targets which could be then move into drug-development pipeline. Structural similarity search among small molecules is one of the standard tools used in conventional in silico drug discovery as structural similarity usually implies similarity in physicochemical properties and/or biological activities [14] . Thus, it is common to query small molecules databases with a probe compound possessing desirable biological activity (bioactivity) to discover chemically similar database entries. It is also common to perform classification of a compound with an unknown bioactivity level through a similarity search among compounds whose bioactivity levels are known. Clustering small molecules with similar bioactivities can lead to better understanding of the underlying chemical and structural properties related to the bioactivity. It is known that certain structural components of small molecules can target other components via establishing stable chemical bonds. Identification of common characteristics of a given biological function significantly reduces the number of compounds need to be tested for a particular drug target. This important ligand-based drug discovery methodology and classification approach are associated with the following two fundamental computational problems. (1) The notion of similarity used in search determines the molecules that are extracted from the database. A notion of similarity which has the highest level of bioactivity discrimination is very desirable and needs to be determined computationally. (2) It is desirable to have efficient algorithms for structural and/or chemical similarity search as the molecular databases of interest include several millions of compounds and linear/brute force search may take significant amount of time (several days in certain large private databases). In this summary, we describe frequently used computational methods for addressing these two fundamental research problems. The first part of the paper focuses on the common similarity/distance measures used in small chemical compound databases and their application for classification of compounds according to a given bioactivity. Typically small chemical compounds are represented as a vector of descriptors, that are extracted from the 2D/3D structure of chemical compounds. The most common measures of similarity/distance amongst sets of molecular descriptors are Tanimoto coefficient, standard L1 and L2 distances. These similarity/distance measures are global and independent from the bioactivity of the compounds. In order to capture the similarity between compounds with better accuracy with respect to a particular bioactivity more sophisticated measures must be used. Similarity/distance measure itself is not enough for classification of new compounds; it must be trained in order to capture the bioactivity of interest. The most commonly used classification techniques of chemical compounds include Multiple Linear Regression (MLR) [6] , Linear Discriminant Analysis (LDA) [12] and machine-learning techniques such as Support Vector Machines (SVM) [19] and Artificial Neural Networks(ANN) [21] . In this summary we focus on the k-nearest neighbor (k-nn) classification, which deduces the level of the bioactivity of a query molecule based on the number (and the bioactivity levels) of active elements among its k nearest neighbors with respect to a distance measure of choice. In order to determine the best similarity/distance measure, we introduce use of the (more general) weighted Minkowski distance of order 1, namely wL1. For each bioactivity of interest, we determine real valued weights wi of the wL1 distance so as to maximize the discrimination between active and inactive compounds in a training set. We compute the optimal values for weights wi via a linear optimization procedure [10] . The second part of our summary focuses on the second problem, efficient data structures for fast chemical similarity search which is essential for k-nn classification. Space Covering Vantage Point (SCVP) tree is one of the well known data structures for performing fast nearest neighbor search in dimensional metric spaces via triangle inequality. In the SCVP tree construction, the vantage points in each level are chosen randomly until all search space is covered [15] . Clearly, it is desirable to minimize the number of vantage points that cover the search space as a better space utilization can be achieved, implying that more levels of the tree can be fitted in the available memory. In this summary we show how to approximate the minimum number of vantage points and thus obtain the optimum allocation through a simple polynomial time algorithm. The resulting data structure, which we call the deterministic multiple vantage point tree (DMVP tree) [10] , when built in full, is guaranteed to have O(log ℓ) levels, where ℓ is the size of the data set. If the maximum number of children of an internal node at level i is ci, the query time guaranteed by our data structure is O( P log ℓ i=1 ci). Because ci is typically a small constant (approximately minimized for each level), the query time is only O(log ℓ), a significant improvement over linear/brute force search. Due to redundant representation of data items, the memory usage of the DMVP tree can be super-polynomial. In case the DMVP tree requires more memory than available, lower levels of the DMVP trees could be cut out. In this case, the pruning in the leaf nodes can be achieved by linear search. We also show how to obtain the optimum cut so as to minimize the expected query performance. Our data structure is not only interesting for classification purposes; similarity search among small molecules under various notions of similarity is of independent interest. To the best of our knowledge, this is the first application of an efficient similarity search data structure to small molecule data collections.
COMMONLY USED SIMILARITY MEA-SURES FOR SMALL MOLECULES.
Given a notion of similarity among data points, it is usually possible to obtain a corresponding distance measure; searching for structurally most similar molecules to a query molecule in this context corresponds to searching for molecules with the smallest distance to the query molecule. The key premise of this approach is that the notion of a distance is mathematically well defined and algorithms for handling distance based classification, clustering and search are better understood. Under a given distance measure, the search for the most similar molecule to a query compound becomes the Nearest Neighbor Search (NN) problem. Thus, the above two problems in structural similarity search, i.e. classification and querying, can be mapped to corresponding problems in nearest neighbor search. There are various ways to define the descriptors/parameters for the chemical structures stored in electronic collections conventionally used in the modern computer-aided drug discovery [2; 1] . Such parameters either (1) merely reflect the structural organization of molecules in qualitative manner, such as those used in the popular structural fingerprints (employed in NCBI's PubChem database), e.g. the existence of a doubly bonded Carbon pair, a three membered ring, an aromatic atom etc. [13] or (2) reflect various local and global physical-chemical molecular features (chemical descriptors) which are quantitative, such as atomic weight, aromaticity, hydrophobicity, the number of specific atoms, charge, density, etc. These descriptors serve as independent variables for modern QSAR (Quantitative Structure-Activity Relationship) tools including the structural similarity search engines in chemical compound databases.
Given an adequate set of descriptors, it is desirable to have a measure of similarity or alternatively a distance measure under which functionally related molecules have a high level of similarity or small distance, and non-related compounds have a low level of similarity or large distance. The most common measure of similarity amongst sets of molecular descriptors is the so called Tanimoto coefficient [17] . Given two descriptor sets (which can be organized in arrays) X and Y , the Tanimoto coefficient is defined to be the ratio of the number of descriptors that are identical in X and Y and the total number of descriptors available for X and Y . The Tanimoto coefficient is in the range [0, 1]; a value close to 1 implies similarity and a value close to 0 implies a dissimilarity among the two descriptor sets compared. Often a collection of descriptors are represented as a bitvector (e.g. structural fingerprints) where each one of the n possible descriptors is assigned a dimension, i.e. natural number between 1 and n (this is the representation used by PubChem and other databases). Let B(x) represent the bit-vector corresponding to a molecule x and let B(x)[i] represent its i th dimension. Given two compounds x and y, the Tanimoto coefficient T (x, y) is then defined as T (x, y) = (
. Although the Tanimoto coefficient provides a measure of similarity, it is possible to define a Tanimoto distance measure as DT (x, y) = 1 − T (x, y). The Tanimoto coefficient is very popular mostly due to its simplicity. For real valued descriptor arrays (where each dimension has a real value) it is also quite common to use the Minkowski distance of order p, denoted Lp for measuring their similarity. Given two real valued n dimensional descriptor arrays X and Y , their Minkowski distance of order p, namely Lp, is defined as
When comparing two structural fingerprints B(x) and B(y), the Minkowski distance of order 1 is equivalent to the well known Hamming distance (see for example [3] ):
In order to capture the similarity between compounds with respect to a particular bioactivity, it is possible to assign a relative importance to each structural descriptor in the form of a weight wi ∈ [0, 1]. The resulting weighted Minkowski distance of order 1 can then be defined for two descriptor arrays X and Y as wL1(X, 
CLASSIFICATION METHODS FOR SMALL MOLECULES.
The descriptor arrays described above can be used for classification of compounds according to a given bioactivity. One of the most popular classification techniques is the MLR (Multiple Linear Regression) [6] method which quantifies the activity level of a descriptor array X as:
where c is a constant. If Activity(X) ≥ t for a (user specified) threshold value t then it is likely that the molecule is active with respect to the bioactivity of interest. Notice that the MLR classifier is described by a planar separator in the multi-dimensional descriptor array space; those points on one side of the separator are classified as active and those on the other side are classified as inactive. The most widely used optimization criteria for determining the coefficients (which we used in our experiments) is the partial least squares criteria [7] , which suggests to minimize the sum of the squares of differences between actual and predicted activity levels of the compounds in a training set. The separator plane which satisfies this criteria is NPhard to compute deterministically but can be approximated through genetic algorithms, local search heuristics, etc. Another popular statistical classification method is Linear Discriminant Analysis(LDA) [12] . Given a set of descriptor arrays, LDA computes a linear projection of the descriptor array space into a Euclidean space with 2 or 3 dimensions (i.e. each descriptor array is mapped to a point in the 2/3-D Euclidean space). The projection aims to maximize the ratio of between-class variance and within-class variance. The projection of descriptor arrays to points in the Euclidean space is followed by the computation of a line/plane which best separates the active and inactive compounds, i.e. maximizes the accuracy of the classifier. For a given query compound with unknown activity, its class is then simply determined by checking to which subspace its projection falls into; clearly this can be performed very fast. It is also possible to perform compound classification via well known machine-learning techniques such as SVM (Support Vectors Machines) [19] and, more commonly, ANN (Artificial Neural Networks) [21] . Although k-nn classification is a conceptually simple approach and is applied to solve several chemistry and biology problems, it was not considered for small molecule classification until recently [20; 9] . For each predefined number of variables, it seeks to optimize (i) the number of nearest neighbor k used to estimate the activity of each compound (ideal case is where k=1) (ii) selection of variables from the original set of all descriptors. The compounds are then compared under the standard (unweighted) L1 or L2 distance.
DISTANCE MEASURES FOR SMALL MOLECULES AND DISTANCE BASED CLASSIFICATION
Given a chemical compound s, its descriptor array S is defined to be an n dimensional vector in which each dimension i, denoted by S[i], is a real value corresponding to the descriptor associated with dimension i. For a given bioactivity, it is of significant interest to come up with a distance measure D(S, R) between pairs of descriptor arrays S and R that correspond to the similarity in the bioactivity levels of the corresponding compounds s and r: if the bioactivity levels are similar, the distance must be small and vice versa. Such a distance measure could be very useful in the classification of new chemical compounds in terms of the bioactivity of interest: the bioactivity level of the new compound is likely to be identical to the bioactivity level of its closest neighbors. Metric distances are particular interesting candidates for fast similarity search, due to the availability of efficient data structures. A distance measure D forms a metric if the following conditions are satisfied. (i) D(S, S) = 0 for all S and
(triangle inequality). Metric distance of interest include the Hamming distance, Euclidean distance and the Tanimoto distance. The commonly used QSAR approach estimates the level of bioactivity of a compound via a linear combination of its descriptors. In distance based compound classification, it is natural to consider a distance between two descriptor arrays which is a linear combination of the differences in each one of the dimensions. More specifically one can define
| where wi, the weight of the dimension i is a real value in the range [0, 1]. It is easy to show that this distance, which is usually called the weighted Minkowski distance of order 1 forms a metric. In this paper we focus on classification of biomolecules according to binary bioactivities. The biomolecular data sets available usually do not specify the level of bioactivity of interest but rather provide whether a compound is active or inactive. Thus we only perform a binary classification of compounds for each bioactivity, although our methods are general to provide a real valued level of bioactivity. Our classification method for a given bioactivity first computes a distance measure for a training data set which separates the subset of active compounds from those that are inactive. Given a training set of descriptor arrays T = {T1, T2, ..., T ℓ } (each of which belonging to a compound) we determine the distance measure D, more specifically compute the associated weights wi, through a combinatorial optimization approach. Given the training set T , let T A = {T 
We obtain a linear program for determining each wi as follows. The objective function of the linear program which is to be minimized is
subject to the following conditions
where C is a user defined constant. The objective function f (T ) has three components: Component (1) is the average distance among active compounds and component (2) is the average distance among the inactive compounds; their sum provides the within-class average distance. Component (3), on the other hand, is the average distance between an active compound and an inactive one; thus it stands for the between-class average distance. As a result our linear programming formulation aims to maximize the difference between the average between-class distance and the average within-class distance. The distance measure obtained will separate the typical active compound from the typical inactive compound, while clustering all active compounds and all inactive compounds as much as possible.
There are three types of constraints on the weights wi in our linear programming formulation. Constraint (4) ensures that the average distance among active compounds is no more than the average distance between active and inactive compounds.
2 Constraints (5) impose bounds on the values of weights wi and their sum. 
EFFICIENT DATA STRUCTURES FOR K-NN SEARCH
A distance measure defined as above can be used for the classification of compounds with unknown levels of bioactivity as the bioactivity level of a compound is likely to be similar to the bioactivity levels of compounds within its close proximity. Our k-nn classifier estimates the (binary) bioactivity of a given compound by (1) either taking the majority of the bioactivities of its k-nearest compounds w.r.t. the distance measure or by (2) checking whether sum of the binary bioactivity levels of the k-nearest neighbors normalized by their distances to the compound is above a threshold value. Under each approach, it is possible to select the value of k which maximizes the accuracy of the estimator, i.e. the ratio of the sum of true positives and true negatives to the size of the training data set.
Once the method of classification is determined, it is desirable to construct an efficient data structure for performing k-nn search. In the remainder of the paper we focus on constructing an efficient k-nn search data structure for the metric distance we developed and provide some experimental results.
Efficient data structures for k-nn search
Typical similarity search methods for large collections of data elements usually perform iterative partitioning of the data set into smaller subsets so as to perform efficient querying by pruning -which is achieved at each iteration by checking out into which partition the query falls [16; 18] . The pruning strategy can be made particularly effective on data collections where similarity is measured with respect to a metric distance. The partitions in such a metric space are usually achieved with respect to simply defined planar cuts; given a query element, it is quite simple to check into which side of the planar cut it falls. Given a set of data elements X = {X1, . . . , X ℓ } in a metric space with distance D, similarity search for a query element Y can be posed in two flavors. (1) Range query: retrieve all items whose distance to Y is at most some user defined R.
2 A more stringent set of constraints can be imposed on active compounds such that the distance between a given active compound T A h and any other active compound is no more than the distance between T A h and any inactive compound. Such a set of constraints can, in principle, can separate active and inactive compounds into tighter clusters. Unfortunately, the number such constraints, m 2 · (ℓ − m), turns out to be impractical, even for the most advanced linear program solvers. 3 The number of descriptors related to a specific bioactivity is usually no more than a few, thus it is desirable to simplify the distance measure by limiting the number of nonzero weights. The final constraint aims to achieve this by imposing an upper bound on the sum of the weights. Although this constraint does not guarantee to upper bound the number of non-zero weights, in practice, the number of non-zero weights obtained is no more than 2C.
(2) k-nn query: retrieve the k ≥ 1 items whose distances to Y are as small as possible. Efficient data structures for performing nearest neighbor search in high dimensional metric spaces usually exploit the triangle property satisfied by the metric distance measure. One particularly efficient similarity search tool for performing range queries is the Vantage Point (VP) trees [16; 18] . In a VP tree, efficient similarity search in a large data set is achieved through iterative pruning. Traditionally, a vantage point tree is defined as a binary tree that recursively partitions a data set into two equal size subsets according to a randomly selected vantage point Xv as follows. Let M is the median distance among the distances of the data elements to Xv. The inner partition consists of the elements Y such that D(Xv, Y ) < M and the outer partition consists of the elements Z such that D(Xv, Z) ≥ M . The two subsets are further partitioned via the iterative application of the above procedure until each subset includes a single data element. For a given query element Y , the set of data elements Xi for which D(Y, Xi) ≤ R for the search radius R can be computed as follows. Let Xv be the vantage point chosen for the entire data set and let M be the median distance among the distances of the data elements to Xv. If D(Xv, Y ) + R ≥ M then recursively search the outer partition. If D(Xv, Y ) − R < M then recursively search the inner partition. If both conditions are satisfied then both partitions must be searched implying that no pruning has been achieved. The correctness of the search routine follows from the triangle inequality. A natural extension to the traditional vantage point trees is what we call the Space Covering VP trees (SCVP trees) first described by Sahinalp et al [15] . At each level of the SCVP trees, multiple vantage points are chosen so as to increase the chance of inclusion of the query region in one of the inner partition of the vantage points. This can be achieved by selecting vantage points in a way that the union of the inner partitions of these vantage points cover the entire data set. In other words, each data element is included in at least one of the inner partitions of a vantage point. Thus a SCVP tree has multiple branches at each internal node, each representing a vantage point and its inner partition. If a query element is not close to any of the vantage points at a given level, it is deduced that there are no similar items to it in the data set. The original SCVP trees chose the vantage points at each level randomly. Although this approach can perform quite well for certain data collections, it can also result in poor space utilization. The SCVP trees introduce some redundancy in the representation of the data elements: clearly each data element may be included in more than one inner partition and thus need to be represented in more than one subtree. Thus the memory requirements of the SCVP tree can be fairly large. Clearly it is desirable to cover the entire data collection by the fewest number of (inner partitions of) vantage points. However, the problem of minimizing the number of vantage points for this purpose turns out to be an NP-hard problem under all distance measures of interest (i.e. weighted Minkowski distance of any order p, wLp) [10] . Nevertheless it is possible to approximate the minimum number of vantage points in any metric space through a simple polynomial time algorithm as we show later. As a result we obtain a data structure that deterministically picks the vantage points (whose inner partitions cover the entire data set) which results in almost optimal redundancy; we call this data structure Deterministic Multiple Vantage Point tree (DMVP tree) [10] .
An O(log ℓ) approximation to the optimal vantage point selection
The variant of the optimal vantage point selection problem (OVPS) for which we establish NP-hardness assumes a fixed radius r for each neighborhood around a vantage point. One can think of two natural variants of the OVPS problem: (1) each neighborhood includes a fixed number of points (e.g. ℓ/2 points as per the original VP Tree construction), (2) each neighborhood has at least ℓ/k and at most ℓ/k ′ points for some k ≥ k ′ . It is not difficult to show that these variants are NP-hard as well. In the remainder of the paper we focus on variant (2) of the OVPS problem and describe a polynomial time O(log ℓ) approximation algorithm for solving it. Such a solution will also imply an O(log ℓ) approximation algorithm for variant (1) by setting k = k ′ . The approximation algorithm is achieved by reducing the OVPS problem to the weighted set cover problem as follows. Consider each point Xi in S. We construct the following ℓ sets for Xi named X consists of Xi and its j − 1 nearest neighbors. Let the cost of X j i be j. Now given sets X j i , for all 1 ≤ i ≤ ℓ and k ≤ j ≤ k ′ , each with cost j, if we can compute the minimum cost collection of sets such that each X h ∈ S is in at least one such set, we would get a solution to the variant (2) of the OVPS problem. This problem is equivalent to the weighted set cover problem for which a simple greedy algorithm provides an O(log ℓ) approximation (e.g. [5] ). The greedy algorithm works iteratively: each iteration simply picks a set where the cost-per-uncovered-element is minimum possible. The algorithm terminates when all elements are covered.
Optimal fitting of the multiple vantage point tree in the memory
Although the deterministic multiple vantage point tree improves the memory usage of the randomized space covering vantage point tree, it is still possible that the tree may not fit in the main memory. If this is indeed the case, we try to place a connected subtree (which includes the root) to the memory. The search again is performed starting with the root. When an internal node whose children are not represented in the memory is reached, the search is done in a brute force manner on the set of points represented by that node. Clearly it is of interest to obtain the best subtree for optimizing the query performance of the data structure. For that we use the following 0 − 1 programming formulation [10] . Given a Multiple Vantage Point tree T and a node i, let Si be the number of points in the neighborhood represented by i. During a search, when a node j is reached, its children i, i + 1, . . . are considered for further search in linear order; i.e. we first check whether the query fits in the neighborhood of i, then we check i + 1 and so on until a suitable vantage point i + h is found. Let S ′ i+h be the number of points in the neighborhood represented by node i + h which are not
of the node i + h are not placed in the memory, i.e. if node i+h is on the cut-set, the time needed for performing a search on the neighborhood represented by this node is S i+h . Thus the expected contribution of node i + h to the query time is S i+h · S ′ i+h /ℓ. Let bi be a binary variable, which takes the value 1 if vertex i is in the cut-set and is 0 otherwise. Our goal is to minimize the expected running time of the brute-force search performed for each query; i.e. our objective function is f (T ) = P ∀i biSiS ′ i subject to the following constraints. For any pair of consecutive sibling nodes i and i+1, we must have bi = bi+1. We should not exceed the memory M dedicated to the cutset; thus P ∀i biSi ≤ M. Finally, at least one node in every path from the root to a leaf in T must include one vertex in the cut-set. Thus for any such path P we have P i∈P bi = 1. A 0 − 1 assignment to bi's that minimize the objective function will minimize the expected query time while fitting the data structure in the main memory.
PRELIMINARY EXPERIMENTS
In this section we aim to provide some insight into the comparative performance of our k-nn classifier, both in terms of accuracy and efficiency. We applied our classifier to five types of bioactivities [11] : (i) being antibiotic, (ii) being a bacterial metabolite, (iii) being a human metabolite, (iv) being a drug, and (v) being drug-like. The first data set we used is the complete small molecule collection from [4] , which includes 520 antibiotics, 562 bacterial metabolites, 958 drugs, 1202 drug-like compounds, and an additional 1104 human metabolites. The total number of the compounds in the data set is 4346. Each compound in the data set is represented with a descriptor array of 62 dimensions, which is a combination of 30 inductive QSAR descriptors [4] and 32 physicochemical properties such as molecular weight, number of specific atoms (O, N, S), acidity, density, etc. This data set was used for testing the classification accuracy of k-nn approach. A second data set which enriches the first data set by the addition of 20000 additional drug like compounds was later used for testing performance of DMVP tree. For each bioactivity, a wL1 distance is determined to establish a model for compound classification w.r.t. this bioactivity using our k-nn method. Note that the descriptors of each compound are normalized according to the observed maximum and minimum values in the data set in order to remove the bias to parameters with larger values. The comparative results of the four classification methods, namely k-nn, LDA,MLR and ANN are provided in Table 1 . For each bioactivity, we provide the sensitivity, specificity and accuracy obtained by each classifier. We demonstrate the performance of our k-nn classifier only for k = 1; i.e. given a query compound, our classifier returns the bioactivity of its nearest neighbor in the training data set. It is possible to set k > 1, however it requires determining the best k value, as well as the best method for assigning the bioactivity of the query compound such as majority rule or distance weighted majority rule. In order to keep our classifier simple, we set k = 1. We constructed the wL1 measure for three different values of C -the upper bound on the sum of weights, i.e., P n i=1 wi ≤ C. Setting C = ∞ removes the restriction on the sum of weights and thus computes the wL1 distance that achieves the best classification. We also set C to 3 and 10 to restrict the number of non-zero weights, with the aim of focusing only on the C most relevant descriptors to the bioactivity of interest. As the resulting non-zero weights turned out to be equal to or very close to 1, these two classifiers are quite similar to those described in recent papers (e.g. [20; 9] ) that focus on determining the most relevant descriptors for modeling a bioactivity of interest. We used MOE(Molecular Operating Environment) PLS module for MLR classification and SNNS (Stuttgart Neural Network Simulator) with default parameters (52 nodes and 420 connection network) for ANN classification. LDA classification is performed through the use of standard C libraries for matrix operations. For each bioactivity, a training data set comprising of 70 percent of both the active and the inactive compounds are formed via random selection. The remaining compounds are used as the test data set. Each training data set is used for building the four classifiers corresponding to the related bioactivity and the test data is used for the evaluating their performance. For each bioactivity/classifier pair we report the following test results: The number of true positives (T P), the number of true negatives (T N), the number of false positives (F P), the number of false negatives (F N), sensitivity (T P/(T P+F N)), specificity (T N/(T N+F P)), accuracy ((T N+T P)/(T P+T N+F P+F N)), positive predictive value (T P/(T P+F P)), negative predictive value (T N/(T N+F N)). Our similarity search data structure for computing the nearest neighbor of the query compound is quite efficient, especially when compared to brute force search. We tested our data structure under the wL1 distance computed for each of the five bioactivities, on both of the data sets. The crucial parameter that determines the performance of our data structure is the pruning it achieves for any given query compound. Thus we determined the percentage of compounds pruned in the second training data set (the first training data set enriched with 20000 drug like compounds), averaged over all compounds in the test data set. On a 32GB Sun Fire V40Z server (with 2.4 Ghz AMD 64bit Opteron processor) the respective pruning ratios are as follows. We achieved (i) 84.4% pruning for being antibiotic, (ii) 84.5% pruning for being bacterial metabolite, (iii) 86.1% pruning for being human metabolite, (iv) 81.7% pruning for being drug, and (v) 81% pruning for being drug-like. This is significant improvement over brute force search. As a result our k-nn classifier turns out to be very fast. On the first data set, the running time of our k-nn classifier averaged over all 4346 compounds (training+test data sets) and all five bioactivities is 0.3 milliseconds on the above server. In contrast the ANN classifier requires 39.7 milliseconds on the same data set. On the second data set (which simply has additional 20000 compounds in the data structure) the running time of our k-nn classifier increases only to 1.3 milliseconds (again averaged over the 4346 compounds from the first data set and five bioactivities), still 30 times better than the ANN trained over a much smaller set. 
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CONCLUSION
We have demonstrated that our k-nn classifier with respect to wL1 distance obtains better accuracy than the LDA and MLR, sometimes significantly so. It is comparable to the ANN classifier in terms of accuracy and is superior in the sense that it is capable of determining a real valued level of bioactivity rather than giving a simple YES or NO answer. k-nn approach also provides insights into the level of bioactivity or the importance of the descriptors with respect to bioactivity. Analysis of the relative weights of the descriptors for the 5 different bioactivity model demonstrated certain characteristics of these activities. Our models verify that bacterial metabolites and antimicrobial drugs are significantly overlapping which can be attributed to their similar origin. We also observe that human metabolites display distinctive properties compared to the other 4 bioactivities. Another important observation is that QSAR models for drugs and human metabolites are dominated by few descriptors that are correspondingly favored by the drug developers and natural evolution. The distribution of the values for these descriptors may be an important factor for the overlaps among different bioactivities used in our experiments. Overall results of the k-nn classification method bring more insight into the nature and structural dominants of the studied classes of small molecules and if necessary, can help rationalizing the design and discovery of novel antimicrobials and human therapeutics with metabolite-like chemical profiles [11] . Our classifier is faster compared to alternative approaches, thanks to the DMVP tree data structure we develop for fast similarity search. Our DMVP tree data structure improves the existing vantage point tree data structures in multiple ways. It provides a deterministic selection of the optimal vantage points in each level as well as providing the optimal cut of the tree so as to fit it in the available memory. Our data structure can be applied to any metric distance including the wLp distance for any p and the Tanimoto distance. It performs very well in practice, achieving fast similarity search and classification.
